Supplementary

Supplementary Table 1: Primer sequence for quantitative real-time

polymerase chain reaction.

Gene Primer Sequence

forward 5'-GAAGAGAGCTGTGGACCGAG-3'

AC005224.4

reverse 5’ -AGCCAATAGCAACCCCTGAC-3'

forward 5'-CTCCGACATAATGCCCCGAA-3'
AC009093.2

reverse 5 -GGAATAGCGCCCAGTTGAGT-3'

Forward 5'-AGAGAACATGGGCCTGGTTG-3'
UGO898HO9

Reverse 5'-TGGACAGCACTGTGGATGAC-3'

forward 5 -GTGTGGGTGTTGGGCTAGTT-3'
AC015912.3

reverse 5 -ACACCATAAGGAGAAGCGCC-3'

Forward 5'-GCTGCGCACAGATTAGGGTA-3'
AL139081.1

Reverse 5'-AGTAAACAGCCCAGCTTCCC-3'

forward 5 -TGCCAGGGTGAGGTAGTAAGT-3'
hsa-miR-98

reverse 5 -GAATATGCCACACACCAGGGA-3'

Forward 5'-GGCTGAGGTAGTAGTTTGTACAGT-3’
hsa-let-7g

Reverse 5'-GGCAGTGGCCTGTACAGTTAT-3'

Forward 5'-AGGTTGAGGTAGTAGGTTGTATAGT-3’
hsa-let-7a

Reverse 5'-AGGAAAGCTAGGAGGCTGTA-3'

hsa-let-7b Forward 5-CGGGGTGAGGTAGTAGGTTG-3'



Reverse
hsa-let-7c Forward
Reverse
hsa-miR-140-3p Forward
Reverse
SNAIZ Forward
Reverse
U6 Forward
Reverse
Forward

GAPDH
Reverse

5'-CAGGGAAGGCAGTAGGTTGT-3

5'-TCCGGGTTGAGGTAGTAGGT-3'

5'-GCTCCAAGGAAAGCTAGAAGGT-3'

5'-CTGTGTCCTGCCAGTGGTTTT-3'

5'-CGGTATCCTGTCCGTGGTTCT-3'

5'-ACGCCTCCAAAAAGCCAAAC-3'

5'-ACTCACTCGCCCCAAAGATG-3'

5'-CTCGCTTCGGCAGCACA-3'

5'-AACGCTTCACGAATTTGCGT -3

5'-AGGTCGGTGTGAACGGATTTG-3'

5'-TGTAGACCATGTAGTTGAGGTCA-3'

GAPDH: Glyceraldehyde 3-phosphate dehydrogenas.
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Supplementary Figure 1: GO term enrichment analysis of DEGs of our
microarray and TCGA-ovarian cancer database. (A) The DEGs in ovarian
cancer in our microarray were classified into multiple subcategories
according to Biological Process. (B) EMT was markedly activated in our
microarray. (C) The DEGs in ovarian cancer in TCGA-ovarian cancer
database were classified into multiple subcategories. (D) EMT was
markedly activated in the TCGA-ovarian cancer database. DEGs:
Differential expression genes; EMT: Epithelial-mesenchymal transition;

GO: Gene Ontology; TCGA: The Cancer Genome Atlas.
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Supplementary Figure 2: The relationship between five IncRNAs and
the overall survival of TCGA-ovarian cancer patients. Bioinformatics
analysis was applied to determine the relationship between the five
INcRNAs (AC005224.4, AC009093.2, UG0898H09, AC015912.3, and
AL139081.1) and the overall survival of TCGA-ovarian cancer patients,
and the expression level of these five IncRNAs in TCGA interstitial
ovarian cancer cells and epithelial cells was detected. (A) AC005224.4. (B)
AC009093.2. (C) UG0898HO09. (D) AC015912.3. (E) AL139081.1. LncRNA:

Long non-coding RNA; TCGA: The Cancer Genome Atlas.




